Supplementary Information a) T cell Age-dMS b) T cell Age-eMS
Supplementary Figure 1 | Replication of T cell Age-dMS and Age-eMS in 1,264 monocyte samples. Analysis of age and methylation in 227 T cell (CD4+) samples included 436,393 CpG methylation sites, of which 2,595 had methylation associated with age (age-dMS; FDR<0.001): 546 negatively associated with age (hypo age-dMS), 2,049 positively associated with age (hyper age-dMS); see Supplementary Table 2 . a) Comparison of the partial correlation (prho) between methylation and age in 227 T cell samples (x-axis) compared to the correlation detected in 1,264 monocyte samples (CD14+, y-axis). The most significant T cell age-dMS (red circle, cg16867657, prho = 0.70, FDR = 6.72x10 -28 ) was detected on chromosome 6 in the ELOVL2 (ELOVL fatty acid elongase 2) promoter. b) Comparison of the correlation between methylation and cis-gene expression for age-dMS associated with cis-gene expression in 227 T cells (22 CD4+ age-eMS, FDR<0.001, x-axis; restricted to age-dMS detected in both monocytes and T cells FDR<0.001), compared to the correlation in 1,264 monocyte samples (y-axis). Linear regression analysis also included the following covariates: race, sex, site of data collection, and residual sample contamination with non-targeted cells (see Methods). Effect size (Age beta), standard error (SE), and significance (P-value and FDR) for the associations of age with expression of 24 genes (31 mRNA expression transcripts (Illumina probe ID)) annotated as major histocompatibility complex (MHC) class I (n = 10) or class II genes (n = 14) in Pubmed; All ageassociated (FDR ≤ 0.05) MHC genes have increasing expression associated with age (shown in bold; 10 genes; 14 mRNA expression transcripts) in 1,264 CD14+ monocyte samples
